Malassezia furfur and Malassezia pachydermatis were isolated from newborn children and incubators in a neonatal intensive care unit. To assess whether persistence or frequent import of the organisms was the cause of the elevated incidence, genetic typing of the strains was performed by PCR- (7, 11, 13, 16) . There is also an increasing number of reports discussing the relevance and potential clinical problems of Malassezia infections in cancer (8, 18) or AIDS patients (19). Since Malassezia species are being encountered in clinical diagnostics more frequently, the need for identification and typing assays will increase in the coming years.
The basidiomycetous yeast genus Malassezia presently consists of three species (19) . Malassezia furfur and Malassezia sympodialis are obligatory lipophilic skin flora yeasts of humans, whereas Malassezia pachyderinatis is a nonobligatory skin flora yeast also encountered in several other mammals (12) . M. furfur can cause a relatively broad spectrum of clinical phenomena, varying from pityriasis versicolor in adults (1) to life-threatening invasive disease in neonates (7, 11, 13, 16) . There is also an increasing number of reports discussing the relevance and potential clinical problems of Malassezia infections in cancer (8, 18) or AIDS patients (19) . Since Malassezia species are being encountered in clinical diagnostics more frequently, the need for identification and typing assays will increase in the coming years.
For M. furfur, an immunological assay discriminating three serovars has been described (6) . It is clear that this degree of resolution is insufficient for detailed epidemiological comparisons among clinical and environmental isolates. For epidemiological typing of yeasts in general various molecular procedures have been developed (15) , but with respect to Malassezia typing only a small number of reports have appeared in the literature. These mainly elaborate on karyotyping by pulsedfield gel electrophoresis (3, 10) , which again does not allow for the highly efficient discrimination of Malassezia strains. In order to discriminate the persistence of Malassezia strains from increased importation, novel procedures must be implemented. In this respect PCR may prove to be valuable (14, 20) . PCR can be used for the detection of subtle DNA polymorphisms by application of primers that aim at hypervariable DNA loci (23, 24) . This laboratory technique has already been used frequently in order to determine interisolate relationships among fungal and protozoal species (9, (20) (21) (22) The Netherlands). The following primers (sequences) were used for PCR fingerprinting of Malassezia strains: ERIC IR (5'-ATGTAAGCTCCTGGGGATfCAC-3'), ERIC2 (5'-AA GTAAGTGACTGGGGTGAGCG-3'), REP1R-I (5'-IIIICGI CGICATCTGGG-3'), REP2-I (5'-ICGICTTATCIGGCCTA C-3'), and BG-2 (5'-TACATTCGAGGACCCCTAAGTG-3').
(I stands for the base derivative inosine). All primers have been described previously (22, 23 (Fig. 1) . Interestingly, all incubator isolates (AZL A4, AZL D5, and AZL D3) were genetically comparable. This implies that despite regular cleaning of the incubators, M pachydermatis persists on the glass surfaces. Since the isolation dates were over 2 months apart, this persistence may be clinically relevant. Apparently, the clinical M furfur strains are clonally related, since strains AZL 115292 and AZL 133102 displayed minor differences with regard to the other hospital isolates when the combination of the ERIC primers was used. These slightly abberant strains were derived from two different patients. The differences among the clinical isolates of M furfiur are much smaller than those among the CBS reference strains. The combination of REP1R-I and REP2-I primers generated useful results, especially for the M pachydernatis strains. However, PCR fingerprints of M furfur and M sympodialis were relatively vague, but the results described above were supported. PCR with REP1-REP2 did not discriminate among the clinical M furfur strains. Figure 2 shows Several of the strains described in this report were karyotyped by pulsed-field gel electrophoresis (3) . From the results of these studies it appears that the species M. pachydermatis, M. fuirfr, and M. sympodialis could be identified on the basis of their characteristic karyotypes, also showing that all species harbor a relatively small genome when compared with the genome sizes of other yeast species (25) . Neither of the clinical M. furfur isolates could be discriminated on the basis of chromosomal length polymorphism, whereas the different CBS type strains of M furfur could be divided into four distinguishable karyotypes. This type of DNA heterogeneity is in full agreement with the PCR results. The results obtained for M pachydermatis seem to be contradictory. On the basis of the length polymorphisms found in the smallest chromosomes, it has been suggested that the clinical isolates are diverse and that reinfection rather than an epidemic has taken place in the neonatology ward (3). The PCR fingerprinting results, however, seem to indicate a genuine epidemic. In order to explain this contradiction, it could be assumed that the chromosomal length variation observed in the clinical M pachydernatis isolates is due to copy number variation in the repetitive ribosomal operons. This corroborates previously observed phenomena which reflect only a minor single-locus variability, which is generally considered a result of growth conditions. A, 24 
